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Fig. S1 Mass spectrometry data analysis pipeline.
Mass spectrometry data analysis pipeline. Mass spec results files were analysed using MaxQuant software to generate protein identification and label--free quantification data. Those proteins with label free quantification (LFQ) data available in all replicates and treatments were analysed within Perseus using two--sample t--tests and a false discovery threshold of 0. Protein extracts were generated from enriched nuclei samples and compared to a total protein extract from tomato leaves. Protein concentrations were adjusted for equal loading.
Non--nuclear contamination was assessed by probing with anti--UDP--glucose pyrophosphorylase (UGPase) antibody (cytoplasm) and calnexin homolog 1/2 antibody (endoplasmic reticulum).
Samples were also run on gels and coomassie stained to assess protein loading and RuBisCO abundance. The figure shows the results from 3 biological replicates (R1, R2 and R3) used for mass spectrometry experiments.
8 A. tumefaciens AGL1 strains carrying EGFP--AHL fusions (vector pB7WGF2) were Identical or conserved residues are marked by "*" (asterisk) whereas ":" (colon)
indicates strong conservation of amino acid properties between sequences. A "." (period) indicates conservation on the basis of weakly similar amino acid properties.
